and Table 5 were rendered incorrectly. The correct version are given here.
a Linkage map skeleton of rice chromosome 12 showing ten polymorphic anchor markers and the putative R-gene location obtained by association analysis between marker genotypes of F2 progenies. Quantitative phenotyping of F 3 lines (single-locus ANOVA) is indicated by two R-or S-associated markers (in boldface; RM463 and S15552). The open rectangle indicates the centromere region. b High-resolution map of Bph18(t) locus showing 15 Nipponbare BAC clones corresponding to the 15.9 cM interval delimited by RM463 and S15552. The BAC clones, which were not tested with any DNA marker, are indicated in italics. The negative markers for the integration events of O. australiensis segmented into IR31917-45-3-2 (progenitor line) are indicated in italics. The R-or S-associated DNA markers, polymorphic between Jinbubyeo and IR65482-7-216-1-2, are underlined. The PCR primer set for the 7312.T4A (in boldface) marker tagging the Bph18(t) gene originated from Nipponbare BAC clone OSJNBa0028L05. The intervals between tested loci were estimated by using 94 F 2 mapping populations and corresponding physical distances (cM and Mb) were calculated based on the genome sequence information of Nipponbare chromosome 12
